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J DATE MAILED: 

Please find below a communication from tlie EXAMINER in charge of this application 

Director of the United States Patent and Trademark Office 



The communication filed on 20 September 2002 is not fully responsive to the communication 
mailed 20 March 2002 for the reason(s) set forth on the attached Notice to Comply With Requirements 
For.. .Sequence Disclosures and/or CRF Diskette Problem Report. 

Since the response appears to be bona fide , but through an apparent oversight or inadvertence 
failed to provide a complete response, applicant is given ONE (1) MONTH or THIRTY (30) DAYS 
from the mailing date of this notice, whichever is longer, within which to supply the omission or correction 
in order to avoid abandonment. EXTENSIONS OF THIS TIME PERIOD MAY BE GRANTED UNDER 
37 CFR§ 1.136(a). 



A reply to a notice to comply with the sequence rules should NOT be sent to the 2023 1 zip code address for the United 
States Patent and Trademark Office. Please direct all replies to the United States Patent and Trademark Office via one (1) of the 
following: 

1 . Electronically submitted through EFS-Bio 
r «http://www*uspto>gov/ebc/efs/downloads/docuinents.htm» . EFS Submission User Manual - ePAVE) 

2, Mailed to: 3. Mailed by Federal Express, United Parcel Service or other delivery service to: 

U.S. Patent and Trademark Office U. S. Patent and Trademark Office 
Box Sequence, P.O. Box 2327 2011 South Clark Place 

Arlington, VA 22202 Customer Window, Box Sequence 

Crystal Plaza Two, Lobby, Room 1B03 

Arlington, Virginia 22202 

4. Hand Carried directly to the Customer Window at: 
2011 South Clark Place 

Crystal Plaza Two, Lobby, Room 1B03, Box Sequence, 
Arlington, Virginia 22202 



Any inquiry concerning this communication should be directed to the examiner, James L. Grun, Ph.D, Technology 
Center 1600, Group 1640, Art Unit 1641, whose telephone number is (703) 308-3980. The examiner can normally be reached 
on weekdays from 9 a.m. to 5 p.m. If unable to reach the examiner, Long Le, SPE, can be contacted at (703) 305-3399. 

Any questions regarding compliance with the sequence rules requirements specifically should be directed to the 
departments listed at the bottom of the Notice To Comply. 

Any inquiry of a general nature or relating to the status of this application should be directed to the Group receptionist 
whose telephone number is (703) 308-0196. The above inquiries, or requests to supply missing elements from Office 
communications, can also be directed to the TC 1600 Customer Service Office at phone numbers (703) 308-0197 or (703) 308- 
0198. / 

James L. Grun, Ph.D. ^ c>>~^-V^ 

March 13, 2003 LOMG V. LE 

SUPER¥!SCHV FATSI^T EKAf/JlMER 
TEGHraiOSV Ca\TER 18Q0 



.J 




ApplicUfbn No.: 09/134.333 

NOTICE TO COMPLY WITH REQUIREMENTS FOR PATENT APPLICATIONS CONTAINING 
NUCLEOTIDE SEQUENCE AND/OR AMINO ACID SEQUENCE DISCLOSURES 

The nucleotide and/or amino acid sequence disclosure contained in this application does not 
comply with the requirements for such a disclosure as set forth in 37 C.F.R. 1.821 - 1 .825 for the 
following reason(s): 

S1. This application clearly fails to comply with the requirements of 37 C.F.R. 1.821-1.825. Applicant's 
attention is directed to these regulations. 

□ 
□ 



2. This application does not contain, as a separate part of the disclosure on paper copy, a "Sequence 
Listing" as required by 37 C.F.R. 1.821(c). 



a 

□ 

□ 
s 



3. A copy of the "Sequence Listing" in computer readable form has not been submitted as required by 
37 C.F.R. 1.821(e). 

4. A copy of the "Sequence Listing" in computer readable form has been submitted. However, the 
content of the computer readable form does not comply with the requirements of 37 C.F.R. 1.822 
and/or 1 .823, as indicated on the attached copy of the marked -up "Raw Sequence Listing." 

5. The computer readable form that has been filed with this application has been found to be damaged 
and/or unreadable as indicated on the attached CRF Diskette Problem Report. A Substitute 
computer readable form must be submitted as required by 37 C.F.R. 1.825(d). 

6. The paper copy of the "Sequence Listing" is not the same as the computer readable form of the 
"Sequence Listing" as required by 37 C.F.R. 1.821(e). 

7. Other: "SEQ ID NO:" identifiers must be entered as required bv 37 CFR § 1 .821 ( d) for each 
sequence, for example, if sequence depicted in a Fig., at least in the brief description of the Fig. 

The listings should be checked carefully before resubmission. 



Applicant Must Provide: 



An initial or substitute computer readable form (CRF) copy of the "Sequence Listing". 



SAn initial or substitute paper copy of the "Sequence Listing", as well as an amendment directing its entry 
into the specification. 

SA statement that the content of the paper and computer readable copies are the same and, where 
applicable, include no new matter, as required by 37 C.F.R. 1.821(e) or 1.821(f) or 1.821(g) or 
1.825(b) or 1.825(d). 

Amendments to the specification directing entry of "SEQ ID NO:" identifiers into the specification. 

For questions regarding compliance to these requirements, please contact: 

For Rules Interpretation, call (703) 308-4216 
For CRF Submission Help, call (703) 308-4212 
Patentin Software Program Support (SIRA) 

Technical Assistance 703-287-0200 

To Purchase Patentin Software 703-306-2600 



PLEASE RETURN A COPY OF THIS NOTICE WITH YOUR RESPONSE 



Raw Sc<|D<n€c Ustlnf Enrt>r SummMy 



ypRQR DgTECTED 

ATTN: NEW RULES CASES 

1 Wrapped Nuclacs 

Wrapped Aminos 



2 Invalid Line Length 

3 Misaligned Amino 
Numbering 

4 Non. ASCII 

- . vr h 
5 Variable Length 



^Palcndn 2.0 
"bug" 



_Slcjppcd Sequences 
(OLD RULES) 



SUGGESTED CORRECTION SERIAL NUMBER: 

PLEASE DISREGARD ENGLISH -ALPIU" HEADERS, WHiai ^RE INSERTED^Y FTO SOFTWARE 

The mimberAexl at lh« end of each line Swapped" down lo the next lino.TTiU nuy occur if your file 
was retrieved in a word processor aAer aeating tL Please adjust your right margin lo J; ihii will 
prevent 'Strapping,'' 

The rules require lhat a line not eiceed 72 charadcn in length. This includes white jpaces. 

The numberingunder each 3* amino add is misaligned. Do not use lab codes between numbers/*^ 
use space characien* instead. 

The submitted file w« not saved in ASCn(DOS) text, as required by the Sequence Rules. Please 
ensure your subsequent submission b saved In ASCII leit, 

Sequence(i) contain n's or Xaa's representing more than one residue. Per Sequence Rules, 

each n orXaa can only represent a single residue. Please present the maximum number of each 
residue having variable length and indicate in the <220>-<^23> sectiop^hat some may be missing. 

A "bug** in Patentin version 2.0 has caused the <220>-<223> section to be nussing from amino acid 

iequences(i) . Normally, Palcntin would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy ihc relevant <220>-<223> section to 
the su^scquert^nino add sequence. TMt applies to the mandatory <220>.<223> sections for 
Ariindal or twVfV^Wn aequencca.** 

Sequencers) ^ missing. If intentional, please insert the following lines for each skipped sequence: 
(2) INFORMATION FOR SEQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
(i) SEQUENCE CHARACTERISTICS: (Do not insert any subheadings under this heading) 

(xi) SEQUENCE DESCRIPnON:SEQ ID NO:X: (insert SEQ ID NO where **X" is shown) 
This sequence is intentionally skipped 

Please aUo adjust the "(ii) NUMBER OF SEQUENCES:" response lo include the skipped sequences. 



8 Skipped Sequences Scquence(s)_ 



(NEW RULES) 



<2 10> sequence id number 
<400> sequence id number 
000 



missing. If Intentional, please insert the following lines for each skipped sequence. 



10 



J 



11 



12 



Use of n's or Xaa's 

"(NEW RULES) 



_lnvalid<213> 
Response 

Uscof<220> 



Patentin 2.0 
" n>ug" 



Use of n's and/or Xaa's have been detected in the Sequence Listing. 
Per IJ 
In<220>t 

Per 1.W3 of Sequence fCt^\ci, the only valid <213> responses arc: Unknown, Artificial Sequence, or 
sdenlific name (Genua/spedesX <220>-<223> section is required when <2 1 3> response is Unknown or 



1.823 of Sequence Rules, use of <220>-<223> is MANDATORY if n's or Xaa's are present 
220> lo <223> section, please exptain location of n or Xaa, and which residue n or Xaa represents. 



^is Axtificial Sequence 

Sequence(i) missing the <220> "Feature** and associaUd numeric identifiers and responses. 

Use of <220> lo <223> is MANDATORY if <213> 'X>rganism- response is "Artificial Sequence** or 
' -Unknown.- Please explain source of genetic material in <220> lo <223> sectioa 

(See -Federal Register," 0dA)I/W8,VbL 63, No. 104. pp. 29631-32) (Sec 1.823 of Sequence Rules) 

Please do not us« "X^jpy to Disk" funcUon of PatenUn version 2.0. This causes a corrupted file, 
resulting ia miuing mandatory numeric idcrtifien and responses (as indicated on raw lequence 
listing). Instead, please use Tile Manager^ or any other nunual meant to copy file to (loppy disk. 



1 3 Misuse of n n can only be used to represent a single nockotf dc in a nucleic acid sequence. N is not used lo rcpreser* 

any vahio ooi spectfically a oudeoU'do. 



AMOMH - Biotechnology Sytf enu Branch - 08/2 1/200 1 



